. geNorm analysis of reference genes. geNorm is a popular algorithm (https://genorm.cmgg.be/) used to determine the most stable reference genes from a set of tested candidate reference. Here, we used the tubulin (TUB), actin (ACT), ubiquitin (UBI), glyceraldehyde-3-phosphate dehydrogenase (GAPDH) and elongation factor 1α (ELF) genes. The gene expression normalization factor (geNorm M) was calculated for each sample based on the geometric mean of the reference genes. The cDNA extracted from seedlings grown from primed and non-primed seeds was used for this analysis. The most stable genes, presenting the lowest geNorm M, were identified as GADPH and ELF, and were subsequently used for qRT-PCR data normalization, as indicated in Materials & Methods.
